Supplementary Dataset 1. P-value and Regional LD for each lead SNP from Supplementary
Table 3.
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Regional association P-values and linkage disequilibrium patterns for identified CM susceptibility
regions. Top panel plots -logio association P-values from the total CM fixed-effects meta-analysis.
Blue dot is the most significant regional variant and points above blue line indicate association P-
values<5x10%. Darker shades of red indicate higher linkage disequilibrium with most significant
regional variant. Bottom panel displays nearby genes. Legend applies to all subsequent plots.
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P-values and Regional LD for rs8444 in EUR
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P-values and Regional LD for rs2369633 in EUR
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P-values and Regional LD for rs1800440 in EUR
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12 - P-values and Regional LD for rs3769823 in EUR
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rs3769823 plotted in lieu of rs10931936 (the most significant SNP in the region) as multiple variants in the 1000 Genomes VCF file used by LDassoc
map to the genomic coordinate for rs10931936 (chr2:202143928, GRCh37).
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P-values and Regional LD for rs149617956 in EUR

Genes (All Transcripts)

100

80

60

40

MITF
MITF ‘
MITF ‘
MITF
MITF
MITF| Hl
MITF| W
MITF| Hl
LINCD1Z1H
t T T T T t T t T
69.6 69.8 70

Chromosome 3 Coordinate (Mb)(GRCh37)

(Q/ni0) ejey uoKBUIqUICOSY PBUIGUIOD



r 100

Combined Recombination Rate (cM/Mb)

P-values and Regional LD for rs3950296 in EUR

anjea-d4 0L6oj-

169.4 169.6 169.8 170
GPR1GH

169.2

169

PRKCI

5AMD+HHH|

SAMDTHHH

LOC1001281 GAH

LOC1001281 SAH
SEC! ‘

TERC{
ACTRT)|

= =

== EE = EE =

MYNN
MYNN
MYNN
MYNN
MYNN
LRRC3:
LRRC3:

(syduosuel] |1y) seusg

LRRC3AW

LRRIQAHH

===

LRRC31
LRRC31
LRRC31

169.4 169.6 169.8 170
Chromosome 3 Coordinate (Mb)(GRCh37)

169.2

169



-log10 P-value

Genes (All Transcripts)

N '
o

“’&)‘”%

~

~
A~

@

G FPun
o

il

BRD9Y)

Loc1 0050663+
Loc1 OOSOGGBBI-

NKOD:

BRD9)

BRD9|

= == ==

H
NKDH
sLC1 2A7|'

MIR4635

TRIP1

CTD-3080P12.!N

L

U

P-values and Regional LD for rs13178866 in EUR

- 80

- 60

- 40

4
- 20
556 5%
58 L
558 4P
5 68 L
b5 |
Lo

SLC6A19HM! CLPTM1W
SLC6A1BHw| LINCO1 511H

TER

iH

MIR4457{ SLCGA?IW

mi R607%

SDHAP)VHH
LOC728613H—{

MIR4277< MRPLSK{
NDUFSSH

1.2

1.4

Chromosome 5 Coordinate (Mb)(GRCh37)

(Qn/n0) erey uoneUIqUIOOSY PaUIGUIOD



-log10 P-value

Genes (All Transcripts)

P-values and Regional LD for rs16891982 in EUR
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P-values and Regional LD for rs12523094 in EUR
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P-values and Regional LD for rs28986343 in EUR
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Combined Recombination Rate (cM/Mb)

P-values and Regional LD for rs6908626 in EUR
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P-values and Regional LD for rs12539524 in EUR
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P-values and Regional LD for rs871024 in EUR
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Combined Recombination Rate (cM/Mb)

P-values and Regional LD for rs7941496 in EUR
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P-values and Regional LD for rs4354713 in EUR
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Combined Recombination Rate (cM/Mb)

P-values and Regional LD for rs12290699 in EUR
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Combined Recombination Rate (cM/Mb)

P-values and Regional LD for rs10859996 in EUR
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P-values and Regional LD for rs12913832 in EUR
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P-values and Regional LD for rs4420522 in EUR
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P-values and Regional LD for rs5766565 in EUR
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